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Supplementary text

Reference mapping of lllumina reads

Paired-end reads of 150 bp were mapped directly to the genome of the reference isolate

[PO323 [1]. Processing of the reads were carried out using the below listed pipeline:

1) Quality filtering using Trimmomatic V0.30 [2]

java -jar /trimmomatic-0.30.jar PE -phred33 R1l.fastq R2.fastq R1_paired.fastq
R1_unpaired.fastq R2_paired.fastq R2_unpaired.fastq HEADCROP:2 CROP:149

LEADING:3 TRAILING:3 SLIDINGWINDOW:4:15 MINLEN:50

http://www.usadellab.org/cms/?page=trimmomatic

2) Mapping to IPO323 reference genome using Bowtie 2 version 2.1.0 [3]

bowtie2 -p 6 -q -x IPO323_reference -1 R1_paired.fastq -2 R2_paired.fastq -S R.sam

http://bowtie-bio.sourceforge.net/bowtie2 /index.shtml

3) Converting to BAM and sorting using Picard 1.141

java -jar /picard.jar SortSam INPUT=R.sam OUTPUT=R.bam

SORT_ORDER=coordinate

http://broadinstitute.github.io/picard



http://www.usadellab.org/cms/?page=trimmomatic
http://bowtie-bio.sourceforge.net/bowtie2/index.shtml
http://broadinstitute.github.io/picard

4)

5)

6)

7)

8)

Removing duplicates using Picard 1.141

java -XX: +UseParallelGC -XX:ParallelGCThreads=6 -jar /picard.jar MarkDuplicates
INPUT= R.bam OUTPUT=R_dedup.bam METRICS_FILE=metrics.txt

REMOVE_DUPLICATES=true ASSUME_SORTED=true

Index Bamfile using samtools 0.1.19 [4]

samtools index R_dedup.bam

http://github.com/samtools/samtools

SNP calling using samtools 0.1.19 [4]

samtools mpileup -E -C50 -Q20 -q20 -uf [IPO323.fa R_dedup.bam | ./bcftools call --

ploidy-file ploidyfile -vc -0 u -o R_dedup.bcf

BCF-VCF conversion using bcftools 0.1.19 [4]

bcftools view R_dedup.bcf > R_dedup.vcf

http://github.com/samtools/bcftools

Filtering using bcftools 0.1.19 [4]

bcftools filter -o R_filtered.vcf -s LOWQUAL -e'QUAL<20 | DP<10 | AF1<0.8'

R_dedup.vcf


http://github.com/samtools/samtools
http://github.com/samtools/bcftools
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